We previously showed that Aminaphtone, a drug used in the treatment of chronic venous insufficiency, modulates several vasoactive factors, such as endothelin-1 and adhesion molecules. Here, we provide data of time-course experiments about the effects of Aminaphtone on gene expression at the genome-wide level in human endothelial cells undergoing cytokine stimulation in vitro. ECV-304 endothelial cells were incubated with interleukin-1β (IL-1β) in the presence or absence of Aminaphtone for 1, 3, and 6 h. Gene expression profiles were analyzed by microarray. This article contains complete data on the genes significantly modulated by the drug over time. The data are supplemental to our original research article reporting detailed analysis of the actions of Aminaphtone on IL-1β stimulated endothelial cells at the molecular level, "Gene expression profiling reveals novel protective effects of Aminaphtone on ECV304 endothelial cells" (Salazar et al., 2016) [1].
Data
Transcriptional effects of Aminaphtone treatment on human ECV304 endothelial cells stimulated with IL-1β for 1, 3 and 6 h are shown in Table 1 . The complete raw and normalized data are deposited in NCBI's Gene Expression Omnibus [2] and are accessible through GEO Series accession number GEO: GSE83297 (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc ¼ GSE83297). A hierarchically clustered heatmap of the differentially expressed genes (Fig. 1 ) visualizes the arrangement of treatment groups into clusters. Table 2 illustrates data on the functional enrichment analysis of modulated genes, showing gene sets and molecular pathways affected by Aminaphtone in IL-1β stimulated ECV304 cells.
Experimental design, materials and methods

Cell cultures and treatments
Human ECV304 endothelial cells (European Collection of Authenticated Cell Cultures, ECACC No. 92091712) were seeded at Â 10 5 /well in 6-well tissue-culture treated plates and grown to confluence in M199 complete medium (Invitrogen, Carlsbad, CA) supplemented with 10% fetal bovine serum (FBS; Hyclone, Logan, UT), at 37°C in a humidified incubator with 5% CO 2 . Cells were serum starved (1% FBS) to synchronize the mitotic phase 24 h before treatment. Cells were then incubated for 1, 3, and 6 h with recombinant IL-1β 100 IU/ml (Sigma-Aldrich, St. Louis, MO) in the presence of Samples and genes were clustered using Pearson's correlation (centered) and average linkage method. Each combination of treatments and time points regrouped in distinct clusters. The log 2 transformed, normalized, median-centered expression level of each gene is represented with a blue, black, and orange color scale: blue indicates below median, black, equal to, and orange above median. Class legends stand for: IL-1β (IL-1β without Aminaphtone); AMNA (IL-1β with Aminaphtone). ANKRD1, BCL3, BMP6, BRCA1, CITED2, DKK1, EDN1, EFNA1, EGR2, ELF3, ERF, FOS, FST,  HMOX1, ID2, IL1B, LIF, LMCD1, LPIN1, MEF2D, NR4A2, PER1, PIK3R1, POLA1, PRDM1, PTCH1,  RRM2, STAT5A, TOP2A, derived from the Gene Ontology (GO) database (http://www.geneontology.org) [7] , the Kyoto Encyclopedia of Genes and Genomes (KEGG; http://www.genome.jp/kegg/pathway.html), and the curated gene sets of the Broad Institute Molecular Signature Database (MSigDB) [8] . LS/KS permutation tests were used to find gene sets with more genes differentially expressed among the phenotype classes than expected by chance. The threshold P-value was set at 0.005. Redundant GO terms were filtered out using the web-based tool REViGO [9] , allowing a similarity threshold of 0.5.
